selected to fall between 250 and 500 bp using the E-Gel® electrophoresis system (Invitrogen).
154
cDNA quantity was measured using the Quant-iT™ PicoGreen® dsDNA Assay Kit (Thermo
155
Fisher, Rockford, USA) with a Nanodrop 3300 (Thermo Fisher). cDNA was validated using A; W= A, T; Y=C, T; B= C, G or T; S= G, C; N= A, T, G or C) was generated using previously 245 identified phz-boxes in PA23 (9,11). Only consensus sequences located within 500 basepairs 246 upstream of the translational start site were considered significant.
Results and Discussion

248
Identification of genes under QS control
249
In PA23, the Phz QS system is essential for biocontrol as strains lacking this regulatory 250 circuitry no longer produce the antibiotics and degradative enzymes required for fungal 251 antagonism (11). To fully appreciate the global effect of QS on PA23 gene expression, RNAseq
252
was conducted on two QS-deficient strains. The phzR mutant, PA23phzR, was generated 253 through allelic exchange and exhibits reduced AHL levels compared to wild type (S1 Fig.) (11). Table) . In the AHL-deficient PA23-6863, a total of 534 genes Table) . In total, 807 of the 6,179 coding sequences in the PA23 genome showed 267 differential expression in one or both of the QS-deficient strains.
268
The degree of overlap between differentially expressed genes in the phzR mutant and in these large regulons, only 9 genes were found to be controlled by the P. syringae QS circuitry (41).
300
All nine genes were located near the ahlR locus and all were positively regulated by QS. Table) . Similarly, the 534 genes identified in PA23-6863 could be grouped 
Role of QS in motility 345
Several motility genes were significantly upregulated in the QS-deficient strains (S3 Fig., 
346
S2 Table and S3 Table) . In addition to a number of chemotaxis signal transduction genes being of the swarming colony on 0.8% agar was measured using ImageJ software (30). After four days,
358
PA23phzR swarmed significantly more than the WT strain ( regulators display altered expression in the QS-deficient strains (Table 4 ). In total, 41 genes 411 encoding TS regulators showed differential expression in one or both of the QS-deficient strains.
412
The expression of 11 genes encoding regulators was altered in both strains, while 18 and 12
413
genes exhibited altered expression in only PA23-6863 and PA23phzR, respectively (Table 4) .
414
These findings support the hypothesis that a substantial proportion of the QS regulon is subject DeoR, GntR, LysR and MarR, exhibited altered expression exclusively in PA23phzR (Table 4) .
450
The AHL-deficient strain displays differential expression of 18 other regulatory genes (Table 4) . 
